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scFv(UCHT-1)-PE38 
single chain Fv fragment 















f amino acid 
residues: 


109 


16 


122 


5 


347 



V|_= light chain variable region 

L = peptide linker (GGGS)4 
Vh= heavy chain variable region 

C = connector segment (KASGG) 
Toxin = PE38 fragment of Pseudomonas aeruginosa exotoxin A 
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Nucleotide and amino acid sequence of scFv(UCHT-1)-PE38 

1 CCATGG CGGACATCCAGATGACCCAGACCACCTCCTCCCTGTCTGCCTCTCTGGGAGACA 60 
MADIQMTQTTSSLSASLGDR 

61 GAGTCACCATCAGTTGCAGGGCAAGTCAGGACATTAGAAATTATTTAAACTGGTATCAAC 120 
VTISCRASQDIRNYLNWYQQ 

121 AGAAACCAGATGGAACTGTTAAACTCCTGATCTACTACACATCAAGATTACACTCAGGAG 180 
KPDGTVKLL IYYTSRLHSGV 

181 TCCCATCAAAGTTCAGTGGCAGTGGGTCTGGAACAGATTATTCTCTCACCATTAGCAACC 240 
PSKFSGSGSGTD. YSLTISNL 

241 TGGAGCAAGAGGATATTGCCACTTACTTTTGCCAACAGGGTAATACGCTTCCGTGGACGT 300 
EQED 1ATYFCQQGNTLPWTF 

301 TCGCTGGAGGCACCAAGCTGGAAATCAAACGGGCTGGAGGCGGTAGTGGCGGTGGATCGG 360 
A G G T K L E I K R A GGGSGGGSG 

36 1 GTGGAGGCAGCGGTGGCGGATCTGAGGTGCAGCTCCAGCAGTCTGGACCTGAGCTGGTGA 420 
G G S G G G S EVQLQQSGPELVK 

421 AGCCTGGAGCTTCAATGAAGATATCCTGCAAGGCTTCTGGTTACTCATTCACTGGCTACA 480 
PGASMKISCKASGYSFTGYT 

481 CCATGAACTGGGTGAAGCAGAGTCATGGAAAGAACCT TGAG TGGATGGGACT TATTAATC 540 
MNWVKQSHGKNLEWMGL I NP 

541 CTTACAAAGGTGTTAGTACCTACAACCAGAAGTTCAAGGACAAGGCCACATTAACTGTAG 600 
YKGVSTYNQKFKDKATLTVD 

60 1 ACAAGTCATCCAGCACAGCCTACATGGAACTCCTCAGTCTGACATCTGAGGACTCTGCAG 660 
KSSSTAYMELLSLTSEDSAV 

66 1 TCTATTACTGTGCAAGATCGGGGTACTACGGTGATAGTGACTGGTACTTCGATGTCTGGG 720 
YYCARSGYYGDSDWYFDVWG 

721 GCGCAGGGACCACGGTCACCGTCTCCTCA AAAGCTTC CGGAGGTCCCGAGGGCGGCAGCC 780 
AGTTVTVSSKASGGPEGGSL 

781 TGGCCGCGC TG ACCGCGCACCAGGCT TGCC ACCTGCCGC TGGAG ACT T TCACCCGTCATC 840 
AALTAHQACHLPLETFTRHR 
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841 GCCAGCCGCGCGGCTGGGAACAACTGGAGCAGTGCGGCTATCCGGTGCAGCGGCTGGTCG 900 
QPRGWEQLEQCGYPVQRLVA 

901 CCCTCTACCTGGCGGCGCGGCTGTCGTGGAACCAGGTCGACCAGGTGATCCGCAACGCCC 960 
LYLAARLSWNQVDQVI RNAL 

96 1 TGGCCAGCCCCGGCAGCGGCGGCGACCTGGGCGAAGCGATCCGCGAGCAGCCGGAGCAGG 1 020 
ASPGSGGDLGEAIREQPEQA 

1 02 1 CCCGTCTGGCCCTGACCCTGGCCGCCGCCGAGAGCGAGCGCTTCGTCCGGCAGGGCACCG 1 080 
RLALTLAAAESERFVRQGTG 

1081 GCAACGACGAGGCCGGCGCGGCCAACGGCCCGGCGGACAGCGGCGACGCCCTGCTGGAGC 1 140 
NDEAGAANGPADSGDALLER 

1141 GCAACTATCCCACTGGCGCGGAGTTCCTCGGCGACGGCGGCGACGTCAGCTTCAGCACCC 1200 
NYPTGAEFLGDGGDVSFSTR 

1 201 GCGGCACGCAGAACTGGACGGTGGAGCGGCTGCTCCAGGCGCACCGCCAACTGGAGGAGC 1 260 
GTQNWTVERLLQAHRQLEER 

1 26 1 GCGGCTATGTGTTCGTCGGCTACCACGGCACCTTCCTCGAAGCGGCGCAAAGCATCGTCT 1 320 
GYVFVGYHGTFLEAAQSIVF 

1 32 1 TCGGCGGGGTGCGCGCGCGCAGCCAGGACCTCGACGCGATCTGGCGCGGTTTCTATATCG 1 380 
GGVRARSQDLDAIWRGFYIA 

1 381 CCGGCGATCCGGCGCTGGCCTACGGCTACGCCCAGGACCAGGAACCCGACGCACGCGGCC 1 440 
GDPALAYGYAQDQEPDARGR. 

1441 GGATCCGCAACGGTGCCCTGCTGCGGGTCTATGTGCCGCGCTCGAGCCTGCCGGGCTTCT 1500 
1RNGALLRVYVPRSSLPGFY 

1 501 ACCGCACCAGCCTGACCCTGGCCGCGCCGGAGGCGGCGGGCGAGGTCGAACGGCTGATCG 1 560 
RTSLTLAAPEAAGEVERLIG 

1 56 1 GCCATCCGCTGCCGCTGCGCCTGGACGCCATCACCGGCCCCGAGGAGGAAGGCGGGCGCC 1 620 
HPLPLRLDAI TGPEEEGGRL 

1621 TGGAGACCATTCTCGGCTGGCCGCTGGCCGAGCGCACCGTGGTGATTCCCTCGGCGATCC 1680 
ETILGWPLAERTVVIPSAIP 
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1681 CCACCGACCCGCGCAACGTCGGCGGCGACCTCGACCCGTCCAGCATCCCCGACAAGGAAC 1740 
TDPRNVGGDLDPSSIPDKEQ 

1 74 1 AGGCGATCAGCGCCCTGCCGGACTACGCCAGCCAGCCCGGCAAACCGCCGCGCGAGGACC 1 800 
AISALPDYASQPGKPPREDL 

1801 TGAAGTAACTGCCGCGACCGGCCGGCTCCCTTCGCAGGAGCCGGCCTTCTCGGGGCCTGG 1860 
K * 

1861 CCATACATCAGGTTTTCCTGATGCCAGCCCAATCGAATATGAATTCCTCGAGACGTACGG 1920 



1921 TGCGCGCGATGCATTCGAAGATCC 1944 
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Diabody 




FIG. 1 6A 
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= dimerizing domain 



VjuulO = flexible linker 
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